HIV-1 subtype B appears to be the most genetically diverse AIDS virus in Haiti. However, there have been few phylogenetic analyses on circulating drug-resistant HIV-1 strains. The primary objective of this study is to analyze the patterns of genetic diversity of HIV-1 in Haiti and describe the molecular epidemiology of HIV-1 drug resistance (HIV-DR) in the population. HIV-1 genotyping was performed for HIV-positive patients who were either initiating or failing antiretroviral therapy from 2005 to 2010. The Stanford University Database (<http://hivdb.stanford.edu/hiv>) was used to analyze the protease-RT sequences for mutations associated with resistance to antiretroviral drugs. In the context of this course, the pol gene sequences obtained from these patients will be pooled in a database and used to perform the phylogenetic analyses. This study will provide a global view of HIV-1 genetic diversity and drug resistance strains circulating and transmitted within the country. Phylogenetic analysis of HIV-DR strains is absolutely necessary to monitor HIV-DR strain evolution, and will also contribute to strengthening the implementation of public health strategies to prevent and address the emergence of HIV-DR in Haiti.
